Annotated intergenic sequence between PAD1 and PAD2. The polyadenylation site for PAD1 is indicated in red, the splice leader addition site for PAD2 (ag) is underlined. The black region represents the sequences unique to the PAD1-2 intergenic region. The green, cyan and blue regions represent sequences shared with other PAD gene family intergenic regions: green (PAD 5-6 and PAD 7-8 intergenic region), cyan (PAD1-2, PAD2-3, PAD5-6, PAD7-8 intergenic regions), blue (all PAD intergenic regions). Arrows indicate selected positions of interest, delimiting particular deletion boundaries. The sequence shown is derived from the T. brucei reference genome (TREU927/4). The gene code identifiers are: PAD1 (Tb927.7.5930), PAD2 (Tb927.5.5940). 
Structural features of the

Supplementary Figure 5
Predicted structures of the PAD1 3'UTR internal deletions. The predicted ensemble secondary structure of the full length PAD1 3'UTR (left hand structure) compared to the Δ386-564nt internal PAD1 3'UTR deletion (middle structure) and the Δ354-624nt internal PAD1 3'UTR deletion (right hand structure) using position 710nt as the polyadenylation site. Boxes on full-length structures indicate the structures that are deleted. Boxes on deletion constructs indicate approximate location of the deleted structures. Constructs were designed so as to minimise disruption to the remainder of the structure. Sfold analysis was carried out using standard folding parameters (with a folding temperature of 37°C) and in each case the consensus Ensemble structure is shown. For the full length PAD1 3'UTR structure, ΔG°3 7 = -145.86; for the Δ354-624 structure, ΔG°3 7 = -97.99; for the Δ386-564 structure, ΔG°3 7 = -115.60.
Supplementary Figure 6
Flow cytometry profiles of triplicate EP Procyclin expression assays used to derive the EP expression values in Figure 5. After treatment with (A-C) dH 2 O (D-F) DMSO (G-I) 100µM pCPT-cAMP (J-L) 10µM 8pCPT-2'-O-Me-cAMP or (M-O) 5µM
Troglitazone, cells were induced to differentiate to procyclic forms by addition of 6mM cis aconitate. In all profiles blue represents 0 hours, green represents 6 hours and red represents 24 hours post-induction.
Supplementary Methods
Plasmid Constructions
The pHD617 vector was described (Reference 32) and a variant with the hygromycin resistance gene replaced with a puromycin resistance gene had been created previously. The pHD617 CAT-PAD1 3'UTR puroR vector for use in monomorphic 
